Supplemental Methods
products were ~100 bp in size. Standard curves were performed for each primer pair, using a serial dilution of the PCR product, to determine the absolute concentration of each sample. The gpd-3 gene was used for normalization between samples, as it does not change expression throughout development [1] . 3-5 biological replicates were performed for each tested RNA species.
Gene expression microarrays
Total RNA (1 µg), as previously prepared, was used to make cRNA with a Two-Color Quick Amp Labeling kit (Agilent Technologies, Ag). cRNA from WT worms was labeled with Cy3 and cRNA from adr-1(-/-);adr-2(-/-) was labeled with Cy5. cRNA was then fragmented and hybridized to a C. elegans v2 Gene Expression array (Ag) in Hi-RPM hybridization buffer at 65 °C for 17 hours, in a SureHyb hybridization chamber (Ag). Arrays were then washed with Gene Expression wash buffer (Ag), dipped in acetonitrile and air-dried. Arrays were scanned on a G2505C Microarray Scanner (Ag) at 5 µm resolution. Images were loaded into the Feature Extraction software v10.5 (Ag) to align grid positions, measure array and background signals and to initially LOWESS normalize the data. Intensity data were further normalized between arrays in R, using the quantile normalization procedure in the preprocess Core library [2] and batch effects were reduced in R using ComBat [3] . Results were analyzed using GeneSifter (Geospiza) to determine which genes in adr-1(-/-);adr-2(-/-) were changed in a significant manner compared to WT, using a t-test with a Benjamini and Hochberg correction. Four biological replicate arrays were performed. The adenosine with higher editing levels was identified by GNUMAP, but was not statistically significant because its p-value was >0.05. The adenosine with lower editing levels was not identified by GNUMAP.
DNA Oligonucleotide sequences
miRNAs increased Table 2 ). Five were affected on the microarray, and three showed increased levels, consistent with the decrease in miR-253 levels, although this was not statistically significant at a p-value <0.05. (B) Ten miRNAs whose levels were not significantly affected in adr-1(-/-);adr-2(-/-) worms were also analyzed, and they were found to have 91 predicted mRNA targets with levels changed on the microarray. These 91 mRNAs had levels similarly affected compared to the overall microarray, where 53% of genes had increased levels and 47% had decreased levels. Shown are three representative miRNAs (miR-239b, miR-786 and miR-794). Also tested, but not shown, were lys-6, miR-79, miR-251, miR-254, miR-784, miR-786, miR-792, miR-794 and miR-798. Table 4 .
B adr-1(-/-) adr-2(-/-) adr-1(-/-);adr-2(-/-)
Sense endo-siRNAs increased
adr-1(-/-) adr-2(-/-) adr-1(-/-);adr-2(-/-)
Sense endo-siRNAs decreased Antisense endo-siRNAs increased Table 3 .

atg ggc aag acc aaa gcg gag att caa aaa gag gaa cga gac aac cga tac aac cga aga cac gct gaa aga gaa agc gct cag gca gag caa gaa aat gta ggc gac gag act gat cgc tcc aat gaa atc gat gag aat tgt gaA gac atc tcA gaA acA tcg gca aat ggc agc aat gat act aac gct atg caa caa aat gtg gct caa gct aag act gtt tct gat cac aaa atg gac aac ttc atg ccc atc cca ctt tca aaa cat caa aaa aat tca aag taa (G) Distribution of piRNA reads from WT worms, differentiating reads by length and 5' nucleotide. All ADAR mutant strains had nearly identical distributions (data not shown).
